Supplementary Figure S1
A) Sequences for 5 homomorphic HIST1H2B variants, and for HIST2H2BE

HIST1H2BC

TGGGTGGCTCTTAAAAGAGCCTTTGGGGTTAGGTGTTAAGACGCTTACTT
GGAATGTTTACTTGGAGCTGGTGTACTTGGTGACGGCCTTGGTGCCCTCC
GACACGGCGTGCTTGGCCAGCTCTCCGGGAAGCAGCAGGCGCACGGCCGT
CTGGATCTCCCTGGAGGTGATGGTCGAGCGCTTGTTGTAATGCGCCAGGC
GGGAAGCCTCGCCCGCGATGCGCTCAAATATGTCGTTAACGAAAGAATTC
ATGATGCCCATGGCCTTGGAAGAGATGCCAGTGTCGGGATGGACCTGTTT
CAGCACCTTGTACACGTACACAGAGTAACTCTCCTTGCGGCTGCGCTTGC
GCTTCTTGCCATCTTTCTTCTGCGCTTTGGTCACTGCCTTCTTGGAGCCC
TTCTTCGGGGCGGGAGCAGACTTGGCTGGCTCAGGCAT

HIST1H2BE

ATGCCTGAGCCAGCGAAATCCGCTCCCGCCCCGAAGAAGGGCTCCAAGAA
GGCCGTGACCAAGGCGCAGAAGAAGGACGGCAAGAAGCGCAAGCGCAGCC
GCAAGGAGAGCTACTCCGTATACGTGTACAAGGTGCTGAAACAGGTCCAC
CCCGACACCGGCATCTCCTCTAAAGCCATGGGGATCATGAATTCCTTTGT
CAACGACATCTTCGAGCGCATCGCCGGCGAGGCTTCCCGCCTGGCGCATT
ACAACAAGCGCTCGACCATCACCTCCAGGGAGATCCAGACGGCCGTGCGC
CTGCTGCTTCCCGGGGAGCTGGCCAAGCACGCTGTGTCAGAGGGCACCAA
GGCCGTTACCAAGTACACCAGCTCCAAGTAAACTTGTCCCTGCAACTGCC
TTAGTAAACCCAAAGGCTCTTTTCAGAGCCACTCA

HIST1H2BF

ATGCCTGAACCTGCTAAGTCCGCTCCTGCTCCAAAAAAGGGCTCCAAAAA
GGCGGTGACCAAGGCGCAGAAGAAGGATGGTAAGAAGCGCAAGCGTAGCC
GCAAGGAGAGCTATTCCGTGTACGTGTACAAGGTGCTAAAGCAGGTCCAC
CCCGACACCGGCATCTCATCCAAGGCCATGGGCATCATGAACTCCTTCGT
CAACGATATCTTCGAGCGCATCGCTGGCGAGGCTTCCCGCCTGGCGCATT
ACAACAAGCGCTCCACCATCACCTCCAGGGAGATCCAGACGGCCGTACGC
CTGCTGCTGCCCGGGGAGCTGGCTAAGCACGCCGTGTCAGAGGGCACCAA
GGCCGTCACCAAGTACACCAGCTCTAAGTAATTCTAACGTCTTCATACCC
AATCCCAAAGGCTCTTTTAAGAGCCACCCA

HIST1H2BG

TTTATGTGAGACTTGAGTGGCTCTGAAAAGAGCCTTTGAGTTTTAAAGCA
CCTAAGCACACATTTACTTGGAGCTTGTATACTTGGTGACAGCCTTGGTA
CCTTCGGACACTGCGTGCTTGGCCAGCTCTCCGGGAAGCAGCAGACGCAC
GGCGGTCTGGATCTCCCTGGAGGTAATGGTCGAGCGCTTGTTGTAGTGGG
CCAGACGGGAAGCCTCGCCTGCGATGCGTTCGAAGATGTCGTTAACGAAG
GAATTCATGATGCCCATGGCCTTGGATGAGATGCCAGTATCGGGGTGAAC
CTGTTTTAGCACCTTGTACACATACACGGAGTAGCTCTCCTTACGACTGC
GCTTGCGCTTCTTGCCATCCTTCTTCTGCGCCTTGGTCACAGCCTTCTTG
GAACCCTTCTTCGGAGCAGGAGCTGACTTAGCTGGTTCAGGCATG



HIST1H2BI

ATGCCTGAACCAGCTAAGTCAGCTCCCGCCCCGAAGAAGGGCTCCAAGAA
GGCGGTGACCAAGGCACAGAAGAAGGATGGCAAGAAGCGCAAGCGCAGCC
GCAAGGAGAGCTATTCCGTGTACGTGTACAAGGTGCTGAAGCAGGTCCAC
CCCGACACCGGCATCTCGTCCAAGGCTATGGGGATTATGAACTCCTTCGT
CAACGACATTTTCGAGCGCATTGCAGGCGAGGCTTCCCGCCTGGCGCATT
ATAACAAGCGCTCGACCATCACTTCCAGGGAGATCCAAACGGCTGTGCGC
CTGCTGCTACCCGGGGAGCTGGCCAAACACGCGGTGTCGGAGGGCACCAA
GGCGGTCACCAAGTACACCAGCTCCAAGTAAACTAGTTACCTGGGTAAAA
GCGCTAACGACCCAAAGGCTCTTCTAAGAGCCACCCA

HIST2HB2E

TTAAATTAATTGGTAACTTTATTAATAACAATAGCATCTATACACATTTG
AAAACACACATGTAGGAGACAGTTAAGATCTATTCAGTCTGTGATAATGT
CTAGAGCTCATTTGGATTCATCAAACCCCTGCCATCAGCTCCAAAAGCCC
TTAGCCAAAAACAGCTGAATCACTCATCAAACCATCAGTGTCTTCCTCGG
CAGAATCAAGGGTTGGACAGAAAGAGTAAATATTCTGCACCTCCACAAAA
TAAAACTAAAATGCAATTGTCCTGCATCTGAGAATACAAGGGTGGACAGT
ATGAGCTGCATGACTGTGAACCAATGAGGCTTCTCTTGGCCTCATTTGTA
AAAAGGAGATTAACTCTGTAGTCCCGCCTATATTGCATGGCCTCCAGAAA
AGCAAATGAGGTGGTAAGTGTAAATTAAAAGCTCCTCTCCTTTAAGAGGG
GAACACCATGAGGGGAGAGTAAGAAAAGGAGAAGGAAAAGGCTCTTTCCA
GTGACCAACACGCTGAATTTGATGAAAATCCATAAGAGGTTATGCTAAAC
TGAGAAGCATAAGGGTGGATCTACCATTGCCACCTCCTCTTTGTAGCAAA
AAAAATCTTAACACGGCCCCCTCCCAGCTGTTGCACTGAGGTGACTAAGG
ATACATTTTGAGGAAGTAGCTCCAAGAACATTTCCATTTTCACTGTGCCT
TCACATACATCTAATGGAAATGAACAGCACCCTTCATCCATCCACGGAAG
CGATTAAGAAAAGGGTGGGATGGAAAAATTAACCCAACAATATTAGATCA
ATACGTAGTATTTAAGTGTCCATAATGTGCCAGGCTGAAGATGCACGGGA
AAACCACACTAGCCGGTCTGTCAAGGGCTTGAGAATACCATAAACAAGAA
AACAGACGAACCAATTTCAGACAGCTGCTAGAAGGAAGATAAAATGAGAC
AGGCAAGTATGAGAGGCGCGAATTCCTGAGTGGATGACGTAGGTCTCTGA
GAGGTGACTTTTGAGCCCGTATCTACATGGTAAGTGCCTCGCAGTGACCT
GGGGCCGTAGCGTTACCATTTAAAGCACAGACCATTAAATGCAGAAATTA
TCAACAAAATGAGAAATAGGAATTTCAAAGTCTCAAAGTGAACGACGGAA
ACTGAAATCTACAAATTAGAAAAAGGCGCAGAATTTTGAATATTCTTGTC
GCCCAATCAGGACAAGGCTGGGACCCGGCTGCGCGGCCTTCGTCCAAAAT
ACACAGAACGGCTGGTATCCACAGGAGGCCCCATCGCACGGCAGAACTGG
TGACCGGACACAAAAGCTGCTGCCAAGCGTCAGTCATACAGAGCTGTCAC
GCAGTGTTTGCGGAACCCGGGCTGAATTGTGTCCTGGAGTTCTCTTAAAT
GACAGCCGAACTCAGCCACTTCGTTTTAGAATGAAACAGACCCAAGGAGC
CACCAGGGCGCGTGTGGGGCGGGAGTGGGGGCGGGTAAAGAGGCGGATTC
CCAACAGCCTAATTGAGAACCGACTCCTGGGAAGGCTAAGCAGCACAATG
AGTAAAGACACGCTCTAGATTCAAAAGCAAATCCAATGACGCACTGGGGA
CCTCGAGTTCCAAATAGTTAAAAAGCTACGTATGCCATTTCCCATGACCT
TCACACTAAAATAACTTACTTTATGAAAAGAAACTAAGGGAATAAGTGAA
CAAGCTCTTTTCTAGTGATTAGGTGGGTGGCTCTGAAAAGAGCCTTTGGA
GTCAAGCAGCCGGCGACTCGAGCGAGCGAGCGCCAGGTCCCGGCAGGGAC
TCACTTGGAGCTGGTGTACTTGGTGACCGCCTTGGTGCCCTCGGACACGG
CGTGCTTGGCCAGCTCGCCGGGCAGCAGCAGGCGCACGGCCGTCTGGATC
TCGCGGGATGTGATGGTGGAGCGCTTGTTGTAGTGCGCCAGGCGGGAAGC



CTCTCCCGCGATGCGCTCGAAGATGTCGTTGACGAAGGAGTTCATGATGC
CCATGGCCTTGGACGAGATGCCGGTGTCGGGGTGGACCTGCTTCAGCACC
TTGTACACGTAGATGGAGTAGCTCTCTTTGCGGCTGCGCTTGCGCTTCTT
GCCGTCTTTCTTCTGGGCTTTGGTGACGGCTTTCTTGGAGCCCTTTTTAG
GGGCCGGAGCGGATTTTGCCGGTTCAGGCATGGTAAGACACAGTACAAAC
GCGGCTTAGCCAAGAAAAGAAGT

B) Alignment of HISTAH2BC/E/F/G/I and HIST2H2BE
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C) Amino acid sequence of HISTIH2BC/E/F/G/l and HIST2H2BE
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D) Alignment of HIST1H2BE and HIST2H2BE
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o2 MOGGCCGTOCGCCTEUTEEToCCCGCSCAGCTORCCAGCACGCSGTCTCoGAGEGCACCAAGGC<ET-ACCAAGTACACCAGCTCCAAGT oA

ETAEcTcTABAAGGTGETGAAGEACCTEEAREEECARARECCEATETEGTEEANGCEEANGGGEATEATCAAE 192



